Abstract
Introduction

44
Many insects house gut microbial communities that perform essential functions related to 45 their diet or lifestyle (Dillon and Dillon 2004) . Insect species with a dependence on a 
118
We used PacBio RS II sequencing to generate a draft genome sequence for Tatumella sp. 
141
The clustering of these taxa may represent comparable lifestyles. In a result analogous to (Table S1A) , and is complete (5,962 bp total length) in these assemblies, 
228
To the best of our knowledge, Ca. E. dacicola is the only species of the genus Erwinia that 
276
repetitive DNA regions and phages, are abundant in all three Ca. E. dacicola assemblies:
277
MGEs represent an average 34 % of the obligate symbiont's genome, in contrast to the 278 corresponding MGE content in Tatumella sp. TA1 and Enterobacter sp. OLF (Table S4) .
279
However, these percentages should not to be taken at absolute value due to the inherent (Table S5 ). In addition, the chromosome of Tatumella sp. TA1 296 encodes a Trb operon for conjugative transfer, potentiating the exchange of genetic material 297 (Table S5) 
326
One potential function to explore in future studies might be the coordination of gut lumen 327 colonization and subsequent resource exchange between the host and symbiont.
329
Conclusions 330
In this study, we aimed to gain understanding on the advantages of symbiosis for the olive Table S1B ). For all trees, amino acid sequences were aligned with MUSCLE version . Maximum-Likelihood trees were estimated using IQ-TREE version 1.5.5 513 after automated model selection (Nguyen et al. 2015) , with 300 random trees as burn-in.
514
Node support was calculated using 1000 ultra-fast bootstraps (Minh et al. 2013 
